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It is likely that Turkic-speaking Muslims, whose descendants are known as Lipka Tatars The Kipchak group is one of the five main groups within the Turkic language family.
The other traditionally distinguished groups are: Bulghar, Oghuz, Karluk, Siberian, plus some minor taxa; note that apparently the real genealogical classification is more complicated. The Kipchak group consists of at least the following modern languages (the recently divergent lects are grouped):
• Karachay-Balkar, Kumyk,
• Karaim,
• Crimean Tatar (Middle "dialect"),
• Crimean Tatar (Steppe "dialect"),
• Tatar (several varieties), Bashkort, The aim of the first study was to characterize mtDNA diversity in the ethno-religious group -Belarusian Lipka Tatars (BLT), who reside currently in the Belarus territory. The haplogroup composition and their frequency in BLT sample are given in Table 1 .
For the purpose of comparison frequencies of respective haplogroups in Belarusians are also given. * -frequencies of haplogroups G2a-P15, J1-M267, J2-M172, Q-M242, R1a(xM458) and R1b-M269 respectively as these individuals were not genotyped for deeper markers.
Majority of the Y-chromosome diversity in BLT is covered by R1a(xM458), R1a-M458, J2a(xM67) and sub-variants of Q haplogroups ( Table 1 
Supplementary Information Text (Material and Methods)
In the whole genome SNP variation analyses we have used six samples of Belarusian Lipka Tatars (BLT) genotyped on Illumina HumanOmniExpress-24 v1.0 BeadChip that includes around 730 thousand SNPs. Although this sample size is small, we believe that conclusions drawn in this study are reliable and fairly applicable to the BLT population.
Dataset
BLT samples genotyped genome-wide were selected from different regions of Belarus so to increase the diversity of analyzed dataset. According to self-reported information as well as to our analysis for cryptic kinship, those samples are not relatives in at least three generations.
Genetic homogeneity of the BLT dataset
Analyses based on genotypes' data as well as haplotype-based approaches indicate the homogeneity of BLT dataset used in this study. Fig. 12 ) is based on information on genomic chunks "copied" by a recipient population from a range of other populations (donors). According to the dendrogram, BLTs are differentiated from other populations and form a single cluster.
Hence, analyses performed in this study suggest that though the sample set of six BLT is limited, it is homogeneous and representative for Lipkas. 
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